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Figure 3 



OH4 384 MKKVI I AGNGPSLKEIDYSRLPNDFDVFRCNQFYFEDKYYLGKKC 4 5 

0:19 MKKVI I AGNGPSLKE IDYSRLPNDFDVFRCNQFYFEDKYYLGKKC 4 5 

Cs t - 1 MTRTRMENELIVSKNMQNI 1 I AGNGPSLKNINYKRLPREYDVFRCNQFYFEDKYYLGKKI 6 0 

11168 KSMNINALVCGNGPSLKNIDYKRLPKQFDVFRCNQFYFEDRYFVGKDV 4 8 

Hi ORF 



OH4 3 84 KAVFYNP I LFFEQYYTLKHLIQNQEYETELIMCSKYNQAHLENENFVICTFYDYFPDAHLiG 105 

0 : 1 9 KAVFYTPNFFFEQYYTLKHIjIQNQEYETELIMCSNYNQAHLENENFVKTFYDYFPDAHI^ 105 

Cst- I KAVFFNPGVFLQQYHTAKQLILKNKYE I KNT FCSTFNLPFI ESNDFLHQFYNFFPDAKLG 120 

11168 KYVFFNPFVFFEQYYTSKKLIQNEEYNI ENIVCSTINLEYIDGFQFVDNFELYFSDAFLG 108 

Hi_ORF - MQLIKNNEYEYADI I LSS FVNLGDSELKKI KNVQKLLTQVD I G 43 

A A A A A AA A A * * A * * ^ * * * ^ AAA AA A # 

OH43 84 YDFFKQLKDFNAYFKFHKIYFNQRITSGVYMCAVAIALiGYKEIYLSGIDFYQN-GSSYAF 164 

0: 19 YDFFKQLKXFNAYFKPHEIYFNQRITSGVYMCAVAIALGYKEIYIjSGIDFYQN-GSSY^ 164 

Cst - 1 YEVIENLKEFYAYIKYNEIYFNKRITSGVYMCAIAIAIXr^ 179 

11168 HE! IKKLKDFFAYIKYNEIYNRQRITSGVYMCATAVALGYKSIYISGIDFYQDTNNLYAF 168 

Hi_ORF HYY LN KL P AFD A YLQ YNBL YENKR ITS GVYMCAV ATVMG YKD L YLTG ID FYQE KGN P YAF 103 

* A * ** A * A * A ********** * A *** ^ * A ******* *^* 

OH4384 DTKQKKLLKLAPNFKNDNSHYIGHSKNTDIKAI*EFLEKTYKI KLYCLCPNSLLANFIELA 224 

0: 19 DTKQENLLKJ^APDFKNDRSHYIGHSKNTDI KALEFLEKTYKI KLYCLCPNSLLANFIELA 224 

Cst -I EAMSTNIKTIFPGIK-DFKPSNCTSKEYDIEALKLLK5IYKVNIYALCDDSI 23 8 

1116 8 D^KKNLI^CTGFKNQKTKFiraSMAOT EYFKLA 224 

Hi_ORF HHQKENI IKLLPSFSQNKSQSDIHSfffiYDL^ALYFLQKHYGVNIYCISPESPLCNYFPLS 16 3 

* AAA ********* * AA ^ A * 

OH4 3 84 PNLN-SNFIIQEK-NNYTKDILIPSSEAYGKFSKN INFKKIK- IKENIYYK 272 

O: 19 PNLN-SNFIIQEK-NNYTKDILIPSSEAYGKFSKN INFKKIK- I KENVYYK 272 

Cst- I I N I N - NNFTLENKHNNS I ND I LLTDNT PGVS F Y KNQL KADN KI MLNFYN I LHS KDNL I KF 297 

1116 8 PDIG- SDFVLSKXPKKYINDILI PDKYAQERYYGK KSR- LKENLHYK 2 6 9 

Hi__ORF PLNNPITFILEEK-KNYTQDILI PPKFVYKKIGI YS KPR- IYQNLIFR 209 

*■ A * * AA **«*"* A * 

OH4 384 LIKDLLRLPSDIKHYFKGK 291 

0: 19 LIKDLLRLPSDIKHYFKGK 291 

Cst -I LNKE I AVLKKQTTQRAKAR I QNHLS 3 22 

11168 LIKDLIRLPSDIKHYLKEKYANKNR 294 

Hi ORF LIWDILRLPNDIKHALKSRKWD 231 



Figure 4 



Lac- Gal-p-l,4-Glc-FCHASE — - — — ► Gal-p-l,4-Glc-FCHASE GM3- 

(904.19 Da) | Cst-I |a . 2/3 ( (1195.08 Da) 

CgtA 



| Cst-ll NeuSAc | 



GD3- Gal-p-l,4-Glc-FCHASE GalNAc-p-l,4-Gal-p-l,4-Glc-FCHASE GM2- 
(1486.33 Da) |a-2,3 | a -2,3 (1398.63 Da) 

NeuSAc Neu5Ac I _ 

|a-2 f 8 C9tB 
NeuSAc | 



Gal-p-l,3-GalNAc-p-l,4-GaI-p-l,4-Glc-FCHASE GM1a- 

|a-2,3 (1560.60 Da) 

NeuSAc | Cst-I or 
Cst-ll 



Neu5Ac-a-2,3-Ga!-p-l,3-GalNAc-p-l / 4-Gal-p-l / 4-Glc-FCHASE GD1a- 

|a-2,3 b (1851:80 Da) 

NeuSAc 

Cst- 



NeuSAc-a-Z.S-Gal-p-l^-GalNAc-p-l^-Gal-p-l^-Glc-FCHASE GT1a 

I a-2,8 | a -2,3 (2142.48 Da) 

NeuSAc NeuSAc 



